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4,500 Fig. S4 Comparison of proteomic analyses of a X. laevis egg extracts using NOmESS or UniProt databases. A small mass spectrometry data set acquired from a fractionated egg extract (see Räschle, et al., 2015) was analysed with MaxQuant using the latest available UniProt database or various outputs of the NOmESS pipeline (see Fig. S3 ). The number of identified peptides (left panel) or "protein groups" (right panel) are plotted for each analysis.
